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Summary 
In order to form the next of hybrids cohort in the program of Brachiaria humidicola, the 
team has dedicated strong efforts in conditioning a new crossing field. The highest 
challenge was the establishment of the male genotype, which takes the same time as the 
establishment of a normal pasture, with the difference, that the plants multiplication must 
be clonal which delays the process. Also, the crossing field located in the mountains to 
promote flowering by vernalization, causes a low plant growth due to the cold conditions. 
During 2019, we finalized successfully the conditioning and establishment of the male 
parent pasture. Furthermore, the sexual population BhSx19, conformed by 707 
genotypes, was transplanted to the field of the male parent CIAT/16888 genotype, located 
in open field at El Carrizal (Cerrito, Valle del Cauca) in order to form the hybrid cohort. We 
aim to have a flowering induced by long days in June of 2020, when the crossing will occur 
by random pollination of the male pollen into the female flowers. Harvest should occur in 
September of 2020 and post-harvest should be finished before the end of the same year. 
The methodologies used correspond to standard methods developed to obtain half-sibs 
hybrids.  
Objetives 
 Get new superior hybrids with apomictic characteristic, high adaptation to 
acid soils and high biomass production.  
Metodology  
1. Breeding program: Brachiaria humidicola  
2. Test name: FM1902. 
3. Population: BhSx19.  
4. Sexual BhSx19 genotypes obtaining: with the aim of obtaining sexual genotypes, 
which will be used for the new progeny, with the apomictic genotype CIAT/16888, 
the following methodology was used:  
a. Seed obtained from BhSx14 population’s recombination block was planted 
in sand, the plants obtained were named BhSx19, tagging properly each 
one with a unique identity and barcode (Fig. 1).  
 
 
 
 
 
 
 
 
 
 
 
 
 
 
b. A total of 707 genotypes were chosen in base to the vigor expressed in the 
greenhouse. This genotypes were transplanted to individual mini-pots and 
preserved in greenhouse (Fig. 1).  
c. Thirty days after transplanting, one vegetative stolon was sown from each 
plant and planted in the field, were CIAT/16888 was established previously. 
 
5. Breeding crossing field: for the obtaining of a new progeny of half - silbs hibryds, It 
was stablished 1,5 ha of Brachiaria humidicola CIAT/16888 (with apomictic 
reproduction) in El Carrizal (Cerrito, Valle del Cauca, Colombia, 2,020 masl, 70–90% 
RH, 9 –17 C). This location was choosing for two reasons, first, because of its 
proximity to the CIAT headquarters, and the second, because it presents 
appropriate climatic conditions for the homogeneous flowering of B. humidicola.  
 
Figure 1. Sexual genotypes (BhSx19): 15 days after planting (left) and next 
to locate in the field (right.). 
The establishment of the parental genotype is performed using the following 
methodology (Fig. 1 and 2): 
a. Mechanical preparation of the area: it was done by chisel and tractor 
harrow. 
b. Irrigation system implementation: as the area is of low rainfall (~ 300 
mm/year) and because the soil has low humidity retention, it was decided 
to implement a drip irrigation system in order to guarantee the constant 
water supply (Fig. 2 and 3). 
c. Sowing: the sowing of the genotype to be used as parental was done by 
distributing seed (prior to its adequate scarification with sulfuric acid, 90%) 
homogeneously in the field. A total, 1.5 kg of pure seed was used. 
 
 
 
 
 
 
 
 
 
 
 
  
 
 
 
 
 
6. Sexual genotypes establishment: Each sexual genotype (BhSx19) was randomly 
placed in the field, ensuring that it was completely surrounded by the apomictic 
Figure 3. Establishment of the parental genotype CIAT/16888 (left) and drip 
irrigation system adequacy (right). 
Figure 2. Progress of the parental genotype CIAT/16888 after sowing. 
genotype (Fig. 3). In this way the pollen produced by the parental genotype (CIAT / 
16888) is transported by the wind to the stigmas of the sexual genotypes (BhSx19) 
guaranteeing a homogeneous hybridization process (Fig. 4). 
 
 
 
 
 
 
 
 
 
Prospects 2020 - 2021.   
1. Genotypes standarization: It is expected to make a standardization cut, both in the 
parental genotype and in the sexual genotypes, in order to homogenize the growth 
of the genotypes. Granting, in this way, a homogeneous flowering, which will 
facilitate the hybridization process. 
2. Harvest: Previous observations indicate that at the study location, the flowering 
season in B. humidicola occurs in the months of August and September. Therefore, 
it is expected to perform seed harvest of each sexual genotype, to later made the 
benefit process, label the harvest and store it properly in a cold room. 
3. Dormancy break: B. humidicola presents dormancy mechanisms that cause the 
seed to suspend physiological activity during a six-month cycle (Goedert and 
Roberts, 1986; Adkins et al, 2002). Because of this, the harvested seed will be 
stored in a cold room for six months waiting for physiological studies to be sown 
in the greenhouse.  
4. Reproduction mode identification:  In order to identify genotypes of apomictic 
characteristic, a study will be carried out to identify the mode of reproduction of 
the progeny obtained. The mode of reproduction will be identified through the use 
of molecular markers p779-p780 (Worthington et al, 2016).  
Figure 4. Adequation of the crossing field, of a new progeny between the apomictic 
genotype CIAT/16888 and the sexual genotype BhSx19. 
5. Progeny evaluation: Apomictic genotypes will be carried out for progeny evaluation 
using an Federer augmented block design. In this progeny evaluation, genotypes 
with high adaptation to acidic soils expressed in characteristics such as biomass 
production and nutritional quality will be identified. 
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